Haemophilus influenzae biogroup aegyptius is a cause of conjunctivitis in children. Biogroup aegyptius strains also caused fatal outbreaks of invasive disease, known as Brazilian purpuric fever (BPF), in the 1980s. BPF is fatal if untreated. Here, we report the complete genome sequences of five strains of Haemophilus influenzae biogroup aegyptius.
aegyptius-specific trimeric autotransporter proteins (4) . Four of the five strains (F1946, F3028, F3043, and F3037) contain an ϳ32.5-kb plasmid (GenBank accession number AF447808) associated with Haemophilus influenzae biogroup aegyptius strains (10) . Interestingly, our sequence of strain F1946 is ϳ28 kb larger than the WGS sequence deposited recently (11) . The extra sequences, able to be resolved here due to long-read sequencing, consist of a number of duplicated regions, such as rRNA gene clusters (ϳ5.5 kb each), the licABC operon involved in lipooligosaccharide (LOS) biosynthesis (ϳ2.5 kb), and an ϳ6-kb region encoding pilin and the haf pilus export machinery.
These five closed and annotated genome sequences have more than doubled the number of whole closed annotated Haemophilus influenzae biogroup aegyptius genomes that are available in the public domain and will facilitate the elucidation of the exact factors responsible for the unusual virulence of this lineage of Haemophilus influenzae.
Data availability. The genomes have been deposited in GenBank. The accession numbers for the closed genomes and raw data (SRA) are provided in Table 1 . 
